with toxicity to several insect orders, nematodes, mites and protozoa (Schnepf et al. 1998, 49 Yu et al. 2007) . Since the first report of resistance developing against Bt delta-endotoxins 50 in the field in 1985, insect resistances to Bt had been discovered both in the laboratory Shepard and Gilmore 1999 , Smalley et al. 2002 , Steger et al. 2002 , Fung et al. 2009 , 77 Schedel et al. 2011 ). Real-time or reverse transcription PCR was further used to make 78 sure the cDNA were derived from real differentially expressed genes. Then the cDNA 79 were cloned, sequenced and analyzed. According to the published papers, it is not 80 necessary to do repetition in RAP-PCR. Unlike RAP-PCR, RAPD was often used to 81 obtain the evolution relationship of two or more close species. Thus, the RAPD pattern 82 was usually followed with the construction of phylogenetic trees. To obtain reliable trees, 83 it is necessary to do the repetition of RAPD. RAP-PCR had been successfully used to Shepard and Gilmore 1999 , Smalley et al. 2002 , Steger et al. 2002 , Fung et al. 2009 , 88 Schedel et al. 2011 . We also have successfully applied RAP-PCR to obtain differentially 89 displayed mRNA related to resistance to Bt subsp. israelensis of Aedes albopictus 90 selected in vitro-activated Cyt1Aa6 (Zhang et al. 2012 
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RAP-PCR was performed essentially as previous described (Welsh et al. 1992 3-methyl-2-oxobutanoatehydroxymethyltransferase a RAP1-RAP6 were the differentially expressed transcripts. The GenBank accession numbers were AY646412, AY646414, AY646409, AY646407, AY646406 and AY646410, respectively. b The percent similarity was showed at the nucleotide level.
